No baseline value differences in immune cells from Naïve mice Peripheral blood, MLN and spleen were collected from Naïve mice. Peripheral blood cells, MLN cells, and splenocytes were analyzed by flow cytometry after staining with antibodies for CD4,B220, CD11b, CD11c, and Gr-1. n=6 per group. Data represent means ± SEM(t-test) . Mutual regulation between REGγ and NFκB.
Supplementary figures
(A) Total RNA was extracted from colon cancer cell line HCT116 stably knocked down REGγ (shR) and control (shN) with or without TNFα stimulation. Expression of NFκB downstream genes were analyzed by RT-PCR.
Data represent means ± SEM from three independent experiments; *p < 0.05; **p < 0.01(t-test).
(B) Alteration of NFκB and MAPK pathways was estimated in HCT116 shN and shR cells.
(C) ChIP assays of p65 recruitment to IL-8 promoter were performed in HCT116 shN and HCT116 shR cells treated with TNFα for one hour. Chromatin was immunoprecipitated with anti-p65 Ab. Ten percent of the precipitated chromatin (input) was assayed to ensure equal loading.
(D) REG γ transcripts were measured before and after 6h TNF treatment with or without pretreatment of NFκB inhibitor in colon ex vivo culture. n=4, each group, Data represent means ± SEM from three independent experiments; *p < 0.05; **p < 0.01(t-test).
(E) Potential NFĸB binding sequences on REGγ promoter was analyzed using TFSEARCH software (http://www.cbrc.jp/research/db /TFSEARCH.html) .
(F) ChIP-seq analysis for NFκB/p65 in primary MEFs treated with LPS for 1 hr or TNF for 30 min.
We note a strong peak over the promoter-proximal region of the PSME3/REGγ gene but not neighboring genes. Supplementary Tables   Supplementary Table 1 Proteins differentially regulated in REGγ 
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